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Abstract
Droughts are among the most important disturbance events for stream ecosystems; they not only affect stream hydrology
but also the stream biota. Although desiccation of streams is common in Mediterranean regions, phases of dryness in
headwaters have been observed more often and for longer periods in extended temperate regions, including Central
Europe, reflecting global climate change and enhanced water withdrawal. The effects of desiccation and rewetting on the
bacterial community composition and extracellular enzyme activity, a key process in the carbon flow of streams and rivers,
were investigated in a typical Central European stream, the Breitenbach (Hesse, Germany). Wet streambed sediment is an
important habitat in streams. It was sampled and exposed in the laboratory to different drying scenarios (fast, intermediate,
slow) for 13 weeks, followed by rewetting of the sediment from the fast drying scenario via a sediment core perfusion
technique for 2 weeks. Bacterial community structure was analyzed using CARD-FISH and TGGE, and extracellular enzyme
activity was assessed using fluorogenic model substrates. During desiccation the bacterial community composition shifted
toward composition in soil, exhibiting increasing proportions of Actinobacteria and Alphaproteobacteria and decreasing
proportions of Bacteroidetes and Betaproteobacteria. Simultaneously the activities of extracellular enzymes decreased, most
pronounced with aminopeptidases and less pronounced with enzymes involved in the degradation of polymeric
carbohydrates. After rewetting, the general ecosystem functioning, with respect to extracellular enzyme activity, recovered
after 10 to 14 days. However, the bacterial community composition had not yet achieved its original composition as in
unaffected sediments within this time. Thus, whether the bacterial community eventually recovers completely after these
events remains unknown. Perhaps this community undergoes permanent changes, especially after harsh desiccation,
followed by loss of the specialized functions of specific groups of bacteria.
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Introduction
Stream ecosystems in many regions of the world, including
temperate zones, experience increasing hydrological disturbances,
reflecting global climate change, with more frequent and longer
lasting dry periods and more frequent and severe floods [1,2,3].
Several studies on the effects of stream desiccation during
extended periods of the year have been performed for the
Mediterranean [4,5,6]. However, the streams and rivers in
temperate regions are also becoming affected by longer lasting
droughts [2,7,8], which in many cases can be attributed to both
climate change and enhanced human water withdrawal [9]. Local
climate models for the German state of Hesse predict a decrease in
the summer runoff of up to 15% [10], consistent with predictions
for other European regions [11].
Sediments in small streams are colonized by bacteria with high
densities, providing nearly 70% of heterotrophic production and
utilizing macromolecular organic matter via the excretion of
extracellular enzymes and are thus the dominant habitats for
carbon turnover in streams [12]. The decomposition of organic
matter through microorganisms is reduced after stream fragmen-
tation during the initial development of droughts [5,13], and the
input from bioavailable dissolved organic carbon is reduced [14].
The activity of extracellular enzymes located at the base of the
microbial food chain represents a critical step in organic carbon
turnover for the entire stream ecosystem [15]. The potential
activity of extracellular enzymes is reduced during and after
droughts [16] but withstands 3 months of desiccation [17]. As
shown in a pilot study on Mediterranean and temperate streambed
sediments, the enzyme activity returns to initial levels occurring in
wet sediments within 4 days of rewetting, but the rate of recovery
is dependent on the intensity of desiccation [7].
Reduced organic carbon, nitrogen and phosphorus inputs and a
decreasing organic:inorganic nutrient ratio during desiccation
favor autotrophic life forms [14,18], which in turn enhance beta-
glucosidase activity [19]. Algal communities are highly affected by
desiccation. For example, diatoms are found to be unable to
withstand short dry periods of 15 days [20,21]. However, viable
algae, which resist weeks of desiccation stress, are the basis for the
recovery of the algal community during the rewetting process [22].
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Sediment desiccation not only decreases several microbial
functions, such as EEA (extracellular enzyme activity), but also
reduces biomass and drastically changes the community structure
[5,23,24]. The general functionality of the community [4],
including biogeochemical processes, such as carbon and nitrogen
turnover, are also affected [25,26]. These changes can be
particularly significant for stream ecosystems if the structure and
function is changed over a long time period.
The phylogenetic composition of bacterial communities in
streams primarily comprises Alpha-, Beta- and Gammaproteobacteria,
Bacteroidetes, Actinobacteria, Acidobacteria and Firmicutes [27,28,29].
The communities in stream water are considerably distinct from
sediment communities, although the flowing water habitat of
streams typically does not offer enough residence time for the
development of specific communities [29]. Thus, this difference
remains an unexplained paradox [30]. In temporary Mediterra-
nean streams, Alpha- and Betaproteobacteria increase [4,5] during
desiccation events, and the bacterial communities contain higher
proportions of Gram-positive bacteria [7]. Bacteria belonging to
the Gram-positive phyla of Actinobacteria and Firmicutes are not as
vulnerable as Gram-negative bacteria to disruption through
osmotic stress and drought [23,31]. The intensity of the
community shift is dependent on the level and duration of
desiccation and is more distinct after longer droughts [7]. The
recovery of streambed sediment communities after desiccation
might occur through the development of microorganisms to
generate adaptation strategies for desiccation [32] and thus might
result in the occurrence of higher proportions of groups known
from terrestrial ecosystems, even after the rewetting of sediments.
Microbial processes respond differently to varying durations of
drying periods. Partial drying of streams decrease phosphorus and
nitrogen availability, whereas complete desiccation diminishes
microbial activity and inhibits anaerobic bacterial processes, such
as denitrification [33]. For example, after a short desiccation event
of approximately 3 days, both nitrification and denitrification were
decreased in a Kansas stream [34]. In contrast, drought also
stimulated nitrification, whereas denitrification was inhibited [35].
The potential problems of increasing desiccation events in
temperate streams and rivers have been neglected. The impact on
stream structure and function is obviously of increasing impor-
tance in temperate regions. In the present study, sediment
obtained from the Breitenbach, a small unpolluted stream in
eastern Hesse (Germany), was dried in the laboratory for 13 weeks
and then rewetted for 2 weeks. The Breitenbach was the object of
a long-term ecosystem study (from 1969–2006) at the Limnolo-
gische Flussstation in Schlitz (Hesse), a division of the former Max
Planck Institute for Limnology. Thus, profound background data
for studies on stream ecology are available from this site [36]. The
stream was exposed to increasing phases of drought within the last
decades, thereby representing a suitable model environment to
study desiccation effects in stream ecosystems [37]. The develop-
ment of the bacterial community and microbial extracellular
enzyme activity was assessed in the artificially dried and rewetted
sediment. Three different drought scenarios (fast, intermediate,
and slow) were simulated over the 13-week period, followed by
rewetting of the fast desiccated sediment using a perfused core
technique [15]. The origin of the bacterial community during
recovery is unknown; thus, the rewetting experiment was divided
into two groups. One group was exposed to original unaffected
stream water from the Breitenbach, whereas the second group was
perfused with sterile water from this stream.
For the desiccation experiment, we hypothesized that (i) the
structure of the bacterial community changes depending on the
duration and intensity of drying, (ii) the bacterial community-
coupled carbon turnover decreases according to the length of the
drought and (iii) the extracellular enzymes might withstand
drought and remain potentially active. For the rewetting
experiment, we assumed that (iv) extracellular enzyme activity
recovers within 14 days of rewetting and (v) the development of the
community structure differs with the type of water used for
rewetting.
Materials and Methods
Study Site
The study was conducted using sediments from the Breiten-
bach, a first-order Central European upland stream (9u399E,
51u399N). It originates 350 m a.s.l. and enters the River Fulda
4,200 m downstream at 220 m a.s.l. (for details: [12,38,39]).
During the 1970s and 1980s, the upper reach of the stream dried
for several weeks during autumn [40]. However, in the decades
since 1990, the desiccation of the upper reach occurred more
frequently and for longer times, reflecting decreasing precipitation
and intensified water withdrawal, occasionally showing no
discharge for the entire year [37].
The stream and nearly the whole catchment area was dedicated
as a nature reserve area in 1993 to enable scientific studies on a
typical stream ecosystem [39]. The research permit for the present
study was obtained from the Obere Naturschutzbeho¨rde in Kassel
(Germany).
Experimental Setup
Sandy sediment was sampled from the streambed surface
(0–3 cm depth) in the middle reach of the Breitenbach on June 6th,
2010 and brought to the laboratory within two hours. As the
sediment was not completely homogenous, the sample was
cautiously blended (avoiding the destruction of fragmentary
biofilm structures with dispersed patches of microorganisms on
the sediment grains) to achieve a homogeneous feedstock. A total
of 150 mL per replicate was added to 250-mL polypropylene
containers achieving a sediment height of approximately 7 cm.
The grain size distributions were ,0.063 mm, 3.4%; 0.063–
0.2 mm, 10.9%; 0.2–0.63 mm, 71.8% and 0.63–2.0 mm, 13.9%
(per weight percentages).
Three different approaches were used to simulate different
desiccation scenarios. To simulate slow droughts, the containers
were covered with plastic foil. Fast desiccation was achieved after
uncovering the sediment containers, whereas covering the
sediment with gauze (40 mm mesh size) simulated intermediate
desiccation. A total of 20 replicates per scenario were stored at
20uC in a climatic chamber in the dark. Analyses of the samples,
with 4–5 containers, were performed on the wet sediment upon
initial sampling and after 2, 4, 8 and 13 weeks of desiccation. To
complete the suite of analyses, the entire sediment of one container
was required.
Five additional uncovered containers (fast drying scenario) were
prepared for the rewetting experiment, initiated after 13 weeks of
desiccation using a perfused core technique. This technique
simulates the natural process occurring in many streams, including
the Breitenbach, whereby groundwater enters the stream by
diffuse perfusion through the streambed. This technique had been
successfully used to examine the development of microbial
community composition and measure microbial community
metabolism, even in long-term experiments of up to 6 months
[15,41,42,43]. The perfused core technique was also established as
a suitable tool for evaluating the recovery of microbial commu-
nities during rewetting of desiccated streambed sediments
[7,17,37]. To initiate rewetting, dry sediment was filled into
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polypropylene syringes with previously removed upper ends,
achieving cores of 2.0 cm in depth and 2.0 cm in diameter. The
syringes were sealed with silicone rubber stoppers, each incorpo-
rating a 2 mm i.d. glass tube, and placed in a temperature-
regulated incubator in the dark, followed by perfusion at 12uC
from below with stream water at a perfusion velocity of 2.0 mL
cm22 h21. This velocity corresponded to the natural diffuse water-
inflow velocity through the streambed at a low water level in the
Breitenbach.
The EEA was measured from water leaving the cores on top,
facilitating the use of the same cores for the 2-week duration of the
experiment. To determine the bacterial community structure, the
cores were disrupted and separate cores were sampled after 1, 2, 3,
6, 10 and 14 days of rewetting. To measure EEA, the cores were
perfused with stream water, filtered (0.22 mm pore size) and
sterilized through tyndallization (boiling for 3 consecutive days).
To determine the bacterial community structure, two sets of cores
were prepared, which were perfused with either sterilized or
untreated, freshly sampled Breitenbach stream water.
Chemical Characteristics
The moisture was determined by weight loss after drying the
sediment at 105uC to constant weight. The C:N ratio was
estimated using the vario EL III CNS Elemental Analyzer
(Elementar Analysensysteme, Hanau) according to DIN 13878
[44] and DIN 10694 [45] procedures. Nitrate and ammonium
were determined photometrically through continuous discharge
flow-through analysis (TRAACS 800 Autoanalyzer, Bran+
Luebbe, Norderstedt) after extraction [46].
Abundance of Prokaryotes and Bacterial Community
Composition
The samples for the determination of bacterial abundance and
CARD-FISH analysis (1.0 mL sediment in 5 replicates of each
treatment and time step) were fixed with paraformaldehyde,
sonicated and concentrated onto white polycarbonate filters (pore
size 0.2 mm, GTTP, Sartorius, Go¨ttingen, Germany) as previously
described [37]. The cells attached onto the surfaces of the filters
were stained using SYBR Green I solution [47] using epifluores-
cence microscopy [37]. The abundance of bacteria belonging to
different taxonomic groups was determined through catalyzed
reporter deposition fluorescence in situ hybridization (CARD-
FISH) [37,48] on other pieces of the same filters. Horseradish
peroxidase-labeled probes, linked with Alexa488 as a fluorochromic
dye and specific for Bacteria, Alpha-, Beta- and Gammaproteobacteria
and Actinobacteria, Firmicutes and Bacteroidetes, were used (Table S1).
For the TGGE (temperature gradient gel electrophoresis)
analysis, the sediment was stored at 220uC until DNA extraction.
Amplification of bacterial 16S rRNA genes, separation of gene
fragments and evaluation of gels were conducted as previously
described [29]. The TGGE bands were treated as operational
taxonomic units (OTUs), a surrogate for bacterial species. The
relative intensities of the bands (as a measure of abundance) were
calculated for each lane as the basis for further statistical treatment
(XLSTAT 2008.6.01, Addinsoft SRAL, Andernach, Germany).
The cluster analysis was performed, calculating Bray-Curtis
dissimilarities for each pair of lanes; dendrograms were construct-
ed using the Ward method. Correspondence analysis (CA) was
used as another approach to examine the major tendencies of the
variance of the bacterial community structures on the basis of
TGGE profiles [49]. The Shannon-Wiener diversity index HS and
evenness J were calculated as previously described [7]. Due to
technical difficulties (limited numbers of lanes per TGGE gel), we
could not compare all samples from the desiccation and rewetting
experiments within one gel run. Thus, the DNA profiles from both
experiments were analyzed separately. At least one sample was
used from all time steps in the desiccation scenarios, but 2
replicates were considered for the evaluation of the initial wet
sediment and the 4- and 8-week desiccation steps. To evaluate the
community patterns in the rewetting experiment, 2 replicates per
scenario per time step were processed.
Extracellular Enzyme Activity
Desiccation. The activities of alpha- and beta-glucosidase,
beta-xylosidase and phosphatase were measured using artificial 4-
methylumbelliferyl (MUF) substrates: MUF-a-D-glucoside, MUF-
ß-D-glucoside, MUF-ß-D-xyloside and MUF-phosphate, respec-
tively. To analyze aminopeptidase activity, leucine-MCA
(L-leucine-4-methyl-coumaryl-7-amide) was used (all obtained
from Sigma-Aldrich Chemie, Steinheim, Germany). Five repli-
cates of 1 mL sediment samples were transferred to glass tubes in
which 8 mL of filtered (0.2 mm pore size) and boiled stream water
and artificial substrate solution were added, achieving a 0.3 mmol
L21 final concentration. This concentration had been previously
determined to be in the saturation range of EEA. The samples
were incubated for one hour at 12uC in a shaking water bath.
After adding 1 mL of 0.05 M glycine buffer (pH 10.4), boiling and
centrifugation, the fluorescence in the supernatant was measured
using a fluorescence spectrophotometer (SFM 25, Kontron;
emission and excitation wavelength 450 nm and 365 nm, respec-
tively, for MUF and 443 and 379 nm, respectively, for MCA [50]).
The quantification of the hydrolyzed substrate compounds was
achieved through calibration with standard MUF and MCA
solutions [51]. For further details, refer to [37].
Rewetting. The substrates were added at final concentrations
of 0.3 mmol L21 to the perfusion water (three replicate cores per
substrate). Water containing the appropriate substrates was
perfused through the cores reserved for each substrate at defined
time intervals at the beginning and after 1, 2, 3, 6, 10 and 14 days
of rewetting. In between the cores were perfused with water
without substrates. Further details on the procedure are provided
in [7,15].
Multiple enzymatic functions. To characterize the effects
of drying and rewetting on multiple enzymatic functions, we used
the measurement of five extracellular enzymes as an indication of
the utilization potential for the organic material. We followed a
previously described logic [52] to define specific threshold levels of
enzyme activities satisfactory for maintaining community func-
tioning. When any individual enzyme activity decreases below the
threshold, this specific function is assumed as lost. However, when
the enzyme activity in the community performs above the
threshold, this function is considered retained or recovered.
Hence, we calculated the probability that the activity of all 5
enzymes in all replicates exceeded the given threshold. Two
threshold levels, corresponding to 50% and 25% of the initial
activity in wet sediments, were used, as a general agreement
concerning a suitable threshold has not been achieved [52]. A
probability value of 1 means that the activities of the extracellular
enzymes in all replicates are above the threshold. A value of 0
indicates that none of the enzyme activity measurements exceed
the threshold.
Statistical Analyses
The nutrient concentration, moisture content, prokaryote
abundance and enzymatic activity in all treatments were analyzed
using one-way ANOVA. T-tests were used to determine whether
the sediment moisture, nutrient concentration, prokaryote abun-
dance and enzymatic activity differed over time. The analyses
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were performed using SigmaStat software for Windows version
2.03. Fisher’s exact test was used to determine the significance of
the differences between pairs of probability values for multiple
enzymatic functions. Differences in the enzyme activity patterns
and the relationship of these differences to the total abundance of
bacteria and the abundance of the bacterial taxa quantified
through CARD-FISH were analyzed using the Principle Compo-
nent Analysis (PCA), with enzyme activity patterns as active
variables and the bacterial community data as supplementary
variables, mapped into the factor structure determined from the
active variables (Statistica 10.0 software package, Tulsa, OK).
Results
Desiccation Experiment
Sediment moisture achieved a final level of desiccation (0%
moisture) with the fast and intermediate desiccation treatments
within 14 days (Fig. 1). In the slow drought trials, the sediment
moisture decreased continuously until day 54. All drying scenarios
showed differences in sediment moisture content until day 11
(ANOVA, P,0.05). After 14 days, the sediment moisture in the
slow drought scenario differed from the fast and intermediate
drought scenario until day 35 (ANOVA, P,0.05).
Thus, the investigations after 2 weeks were performed when the
sediments from the fast and intermediate desiccation scenarios had
reached the final water content. When performing the 8-week
sampling, the slowly desiccated sediment achieved this level. The
sediments from all treatments remained at this moisture condition
until the final sampling 5 weeks later.
The C:N ratio did not significantly change in all 3 desiccation
scenarios until the end of the experiment (Tables 1 and S2). The
concentrations of nitrogen and nitrate increased in all treatments
(ANOVA, P,0.05) but the increase was most pronounced in the
slow desiccation scenario. The concentration of ammonia
decreased in all treatments until the 4-week step (ANOVA,
P,0.05), but at the end of the experiment, the difference was not
significant compared with the initial concentration (Tables 1 and
S2).
Bacterial community structure. The abundance of pro-
karyotes was decreased in all treatments after 2 weeks (ANOVA,
P,0.05) and subsequently increased until week 13 (Tables 2, S3
and S4), which was significant between the 2- and 4-week steps
(ANOVA, P,0.05) in all treatments. The increase was also
significant with the intermediate treatment (ANOVA, P,0.05)
between weeks 4 and 8.
The initial bacterial community in the wet streambed sediment
primarily contained Proteobacteria, achieving approximately 70% of
all affiliated cells (Beta- 55%, Alpha- 11%, and Gammaproteobacteria
5.6%; Fig. 2). The phyla of Bacteroidetes (15%), Actinobacteria (6.1%)
and Firmicutes (7.2%) were much less abundant. During desicca-
tion, the bacterial community changed in all treatments towards
higher proportions of Alphaproteobacteria and Actinobacteria and lower
proportions of Betaproteobacteria and Bacteroidetes (Fig. 2 A–C,
Tables 2, S3 and S4).
The total number of bands of identical position in all samples,
identified in the TGGE pattern characterizing bacterial commu-
nity composition, was 30, deviating between 14 and 23 bands per
sample. No trend could be identified for diversity (Shannon-
Wiener diversity Hs ranging from 2.42 to 3.02) and evenness
(J, ranging from 0.86 to 0.98) during desiccation or between the
scenarios.
The bacterial communities from the different samples analyzed
by cluster analyses using TGGE profiles were separated in the first
step into two main groups (Fig. 3) containing the samples from fast
and intermediate desiccation scenarios after 8 and 13 weeks (F8,
F13, I8, and I13), except one (I8a) of the 8-week intermediate
samples. The second major cluster was divided into two
subclusters. One subcluster contained the initial wet sediment
(W), the samples from the slow desiccation treatment until 8 weeks
of desiccation (S2, S4, and S8) and the sediment after 2 weeks of
intermediate treatment (I2). The other subcluster contained the
Figure 1. Water loss over time during the sediment desiccation
process. Desiccation occurred at 20uC in polypropylene containers
without cover (fast), with gaze (intermediate) or with plastic foil cover
(slow desiccation scenario). The final moisture content of the sediment
was set to 0%. The arrows indicate the sampling times (after 2, 4 and 8
weeks of desiccation).
doi:10.1371/journal.pone.0083365.g001
Table 1. Sediment chemical characteristics.
weeks fast intermediate slow
C:N ratio 0 8.860.8
2 8.761.2 9.461.3 9.661.3
4 8.860.5 8.960.9 9.861.0
8 9.060.5 9.160.8 11.162.7
13 8.860.8 8.760.4 9.061.3
Nitrogen (mg N g dw21) 0 1.6160.22
2 2.4660.29 2.7860.48 7.1963.46*
4 2.0060.82 2.9360.33 5.1460.84*
8 2.4660.27 2.6560.15 6.1360.15*
13 2.6860.21 2.7360.28 5.9361.76*
Nitrate (mg N g dw21) 0 1.1760.11
2 2.1860.28 2.4260.43 6.5763.31
4 1.7760.88 2.6460.34 4.8260.17*
8 2.1360.32 2.3660.21 5.8860.33*
13 2.1860.13 2.3560.24 5.5961.92*
Ammonium
(mg N g dw21)
0 0.3460.21
2 0.1560.07 0.2360.13 0.2460.16
4 0.1260.05 0.1560.04 0.1460.02
8 0.1860.04 0.2160.11 0.1460.06
13 0.4160.10 0.3060.11 0.2460.24
C:N ratio, concentrations of nitrogen, nitrate, and ammonium in streambed
sediments during different desiccation scenarios (fast, intermediate and slow).
Means with SD are given (n = 4–5). The asterisks indicate significant differences
between the treatments (ANOVA, * = P,0.05).
doi:10.1371/journal.pone.0083365.t001
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remaining samples, which included the 2- and 4-week samples
from the fast drought scenario (F2 and F4), both 4-week samples
and one of the 8-week sample from the intermediate scenario (I4
and I8a) and the sediment desiccated slowly over 13 weeks (S13).
TGGE profiles are summarized in a correspondence analysis
plot (Fig. 4), confirming the major trends from the cluster analysis.
Axes 1 and 2 explained 40% of the bacterial community variation.
The wet samples (W) were grouped together with the samples after
2 weeks of desiccation from all treatments (F2, I2, and S2) and the
samples from the slow desiccation treatment after 4 weeks (S4),
indicating similar community composition. With ongoing desic-
cation, the community composition becomes increasingly different
from the composition of the original streambed community. This
shift was much more pronounced with the fast and intermediate
desiccation scenarios (F4, F8, F13, I4, I8 and I13), whereas the
composition of the bacterial community in the slow desiccation
process after 13 weeks (S13) was much closer to the initial
community composition, similar to the structure observed after 4
Table 2. Abundance of prokaryotes in experimentally
desiccated Breitenbach streambed sediments.
weeks fast intermediate slow
Prokaryotes 0 3.861.2
(109 cells mL21) 2 2.561.0* 2.761.0* 2.360.8*
4 5.061.1 4.460.8 4.561.3
8 5.562.3 6.462.0 4.761.5
13 4.162.3 6.161.4 5.062.4
Bacteria 0 1.360.3
(109 cells mL21) 2 1.560.6 1.160.9 2.060.4
4 1.060.3 0.660.3 1.560.6
8 1.560.0 1.760.5 2.160.8
13 1.760.2 2.160.6 1.460.3
Alphaproteobacteria 0 6.767.8
(107 cells mL21) 2 29.4613.0* 24.3612.2* 30.6622.4
4 18.966.5 19.0624.7 38.1638.1*
8 33.3612.6* 31.1635.0 23.066.1
13 18.6613.6 35.2612.8* 23.3614.8*
Betaproteobacteria 0 32.9619.0
(107 cells mL21) 2 12.060.7 15.663.1 23.8614.4
4 7.762.4* 8.564.4* 23.267.5
8 12.869.7 11.064.8 13.568.9
13 17.562.2 13.967.1 10.169.2
Gammaproteobacteria 0 3.462.6
(107 cells mL21) 2 4.163.8 3.264.7 2.561.8
4 4.963.8 3.062.3 5.364.4
8 3.862.2 3.563.8 2.662.6
13 1.061.7 0.760.9 6.366.8
Bacteroidetes 0 8.965.2
(107 cells mL21) 2 4.863.2 3.461.7 3.964.1
4 1.060.6 4.265.4 5.761.7
8 1.460.8* 2.662.2 2.061.7
13 1.960.5 3.862.4 2.262.4
Actinobacteria 0 3.662.2
(107 cells mL21) 2 13.4613.8 8.563.5 4.062.2
4 8.963.5* 7.262.8 8.062.7*
8 14.966.1* 21.163.5* 41.668.6**
13 18.167.0* 17.1613.1 21.3613.8*
Firmicutes 0 4.364.1
(107 cells mL21) 2 0.960.8 1.661.2 1.661.4
4 4.963.1 2.963.1 1.261.3
8 1.561.1 3.563.6 3.264.8
13 3.962.1 1.761.3 1.761.3
The abundance of prokaryotes was determined after SYBR Green staining,
whereas the abundances of different taxonomic groups were determined via
CARD-FISH. Means with SD are given (n = 4). The asterisks indicate significant
differences between wet sediment from day 0 and the treatment samples
(ANOVA, * = P,0.05, ** = P,0.01).
doi:10.1371/journal.pone.0083365.t002
Figure 2. Development of bacterial community composition in
desiccating Breitenbach sediment. The relative abundances of the
different taxonomic groups are given for wet sediment (week 0) and
after 2, 4, 8 and 13 weeks of different artificial desiccation: fast (A),
intermediate (B) and slow desiccation (C). The determined groups were
Alphaproteobacteria (ALF), Betaproteobacteria (BET), Gammaproteobac-
teria (GAM), Bacteroidetes (BAC), Actinobacteria (ACT) and Firmicutes
(FIR) (n = 4).
doi:10.1371/journal.pone.0083365.g002
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weeks of fast and intermediate desiccation treatments (F4 and I4)
and 8 weeks of intermediate desiccation (I8).
Extracellular enzyme activity. The responses of the activ-
ities of the measured enzymes were different with respect to the
treatments (Fig. 5, Table S5). In general, the activity of
aminopeptidase was most affected, decreasing to approximately
10% of the initial values in all treatments after 2 weeks (90%
reduction) and to less than 10% after 13 weeks of desiccation
(Fig. 5E). Alpha-glucosidase was also distinctly affected, decreasing
to 13% after 13 weeks, and phosphatase was decreased to 40% of
the initial values (60% reduction) after 4 weeks in all treatments
(Fig. 5A, D). Beta-xylosidase activity exhibited a less pronounced
decrease to 50% of the initial values with the fast and intermediate
treatments after 4 weeks and all treatments after 13 weeks of
desiccation (Fig. 5C). Beta-glucosidase activity remained at
approximately 50% of its initial value in all treatments, even after
13 weeks. In the slow drought scenario, the activities were higher
than in the other treatments (ANOVA, P,0.05) for alpha-
glucosidase and beta-xylosidase after 4 weeks, for alpha- and beta-
glucosidase, beta-xylosidase and aminopeptidase after 8 weeks and
for phosphatase and aminopeptidase after 13 weeks. All extracel-
lular enzymes under investigation were identified through activity
measurements as persistent until 13 weeks of desiccation, although
the lowest reduction in activity was detected with the slow drought
treatment (Fig. 5).
The probabilities for sustaining multiple extracellular enzymatic
functions decreased during the desiccation process with respect to
both threshold levels used (Fig. 6). With the 25% threshold, the
multiple enzymatic activity was reduced with the intermediate
(P,0.001) and fast desiccation scenarios after 4 weeks (P,0.05),
whereas with the slow treatment, the decrease was gradual and not
significant until 8 weeks. The decrease was particularly pro-
nounced with the fast treatment between the 2- and 4-week steps
(P,0.001). With the 50% threshold, the probability values were
significantly decreased with the slow treatment after 2 weeks
(P,0.01). However, the loss of enzymatic community functions
was more pronounced (P,0.001) with the intermediate and fast
treatments than with the slow desiccation treatment after 4 weeks.
At the end of the desiccation experiment, no significant differences
were detected between the 3 treatments (Fig. 6).
The activities of extracellular enzymes and their relationships
with the bacterial community structure were summarized using a
PCA biplot (Fig. 7). Axis 1 explained 75% of the variance
(eigenvalue 3.7). Axis 2 explained only 15% of the variance
(eigenvalue 0.8). Betaproteobacteria and Bacteroidetes showed close
relationships, particularly with aminopeptidase, whereas Alphapro-
teobacteria and especially Actinobacteria exhibited contrasting load-
ings, particularly when axis 1 is considered. In addition, the total
number of bacteria developed contrary to the enzyme activities.
Gammaproteobacteria and Firmicutes showed no distinct relationships
with enzyme activities, exhibiting small loadings at least on axis 1.
Figure 3. Comparison of the bacterial community composition
in desiccating Breitenbach sediment via cluster analysis. Cluster
analysis was performed with TGGE profiles prepared with 16S rRNA
gene fragments. Bray-Curtis dissimilarities were calculated for each pair
of lanes; the dendrogram was constructed using the Ward method.
W= initial wet samples, F = fast desiccation, I = intermediate desiccation,
S = slow desiccation. The numbers indicate the weeks of desiccation,
and the small letters denote the replicates.
doi:10.1371/journal.pone.0083365.g003
Figure 4. Comparison of bacterial community composition in
desiccating Breitenbach streambed sediment via correspon-
dence analysis. The analysis is based on TGGE band patterns
prepared with 16S rRNA gene fragments. Axes 1 and 2 explain 23
and 17% of the variance in bacterial community composition,
respectively. The black boxes symbolize initial wet samples (W), the
blue diamonds indicate fast desiccation (F), the green circles indicate
intermediate desiccation (I) and the red triangles indicate slow
desiccation (S). The numbers indicate the weeks of desiccation, and
the small letters denote the replicates.
doi:10.1371/journal.pone.0083365.g004
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Rewetting Experiment
Bacterial community structure. In the treatment with
unfiltered stream water (containing bacterial cells), after 10 and 14
days of exposition, prokaryotes achieved higher abundances (1.8 to
2.6-fold) than those observed in the dry sediment, showing
abundances even higher than those observed in the initial wet
sediment before desiccation (ANOVA, P,0.05; Table 3, Table
S6).
During the rewetting process, the bacterial community compo-
sition changed again but did not obtain the pre-desiccation
composition (Fig. 8). After 14 days of rewetting, higher proportions
of Alphaproteobacteria and lower proportions of Bacteroidetes persisted
compared with the initial wet streambed sediment.
The abundance of nearly all investigated groups increased
during rewetting (Table 3), with the exception of Actinobacteria
which declined (ANOVA, P,0.05). After 14 days of rewetting, the
abundances of Alphaproteobacteria and Actinobacteria were higher with
the rewetting approach using water with cells compared with
water without cells (ANOVA, P,0.05) (Fig. 8, Table 3).
The TGGE gel prepared for analyzing the development of the
bacterial community composition during rewetting of the desic-
cated sediment facilitated the identification of 38 bands of identical
position in total, with deviations between 10 and 18 bands per
sample. Moreover, no trend could be identified for diversity
(Shannon-Wiener diversity Hs ranging from 1.87 to 2.72) and
Figure 5. Activities of extracellular enzymes in desiccating
Breitenbach sediment. The activities were determined in wet
sediments (0) and after 2, 4, 8 and 13 weeks of artificial desiccation,
using 3 different scenarios: fast, intermediate and slow desiccation. (A)
alpha-glucosidase, (B) beta-glucosidase, (C) beta-xylosidase, (D) phos-
phatase, (E) aminopeptidase. Mean values with SD are given (n = 4). The
asterisks indicate significant differences between the treatments
(ANOVA, P,0.05).
doi:10.1371/journal.pone.0083365.g005
Figure 6. Probabilities for sustaining extracellular enzymatic
functions during the process of sediment desiccation. Threshold
levels of 50% and 25% of the initial activity in unaffected sediments are
used. Probabilities were calculated from single measurements for 5
enzymes (n = 14–20).
doi:10.1371/journal.pone.0083365.g006
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evenness (J, ranging from 0.73 to 0.94) during the two-week
recovery process or between the different types of perfusion water.
The cluster analysis (Fig. 9) showed the clear separation of the
sediments perfused with untreated stream water after 10 and 14
days of perfusion (S10, S14) and the sediments perfused with sterile
stream water after 10 and 14 days (F10, F14) from all other
samples (up to 6 days of perfusion). No obvious grouping could be
detected within the remaining communities, but the samples
perfused with stream water for one day (S1) were grouped closer to
the F10 and F14 samples.
The correspondence analysis (Fig. 10) exhibited similar trends
for the bacterial community composition, characterized by the
TGGE patterns. Axes 1 and 2 explained 39% of the community
variation. Most samples from the first 6 days of rewetting are
closely assembled (S1– S6 and F1– F6). However, during recovery,
the composition of the bacterial communities changed, whereas
distinct development was observed when the sediments were
rewetted with the 2 different types of perfusion water (untreated
stream water S10 and S14 or filtered sterile stream water F10 and
F14).
Extracellular enzyme activity. The initial levels of extra-
cellular enzyme activity measured, when initiating the rewetting
process with sterilized stream water only, were similar to the values
determined after 13 weeks of fast desiccation (Fig. 11, Table S7),
although different measuring approaches were used (suspension
technique vs. perfused core technique). Only alpha-glucosidase
(0.94 nmol L21 h21 vs. 1.7 nmol L21 h21) and aminopeptidase
(2.8 nmol L21 h21 vs. 6.9 nmol L21 h21) showed comparatively
large deviations, whereas deviations below 20% were observed for
the other enzymes. With the exception of phosphatase, all enzyme
activities increased over time. This increase was particularly rapid
for aminopeptidase, showing a significant increase (compared with
the initial values) after 3 days; the increase was not significant for
alpha- and beta-glucosidase until 10 days of rewetting (t-test,
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Figure 7. PCA biplot of extracellular enzyme activities and
abundance of bacteria in desiccating Breitenbach sediment.
Axes 1 and 2 explain 75% and 15% of the variance in enzyme activity,
respectively. The red arrows with continuous lines represent extracel-
lular enzyme activities (active variables; AGL = alpha-glucosidase,
BGL =beta-glucosidase, BXY=beta-xylosidase, PHO=phosphatase, PE-
P = aminopeptidase); the blue circles with dashed lines symbolize the
bacterial abundances (supplementary variables; SYBR =prokaryotes
determined via SYBR green staining, ALF =Alphaproteobacteria, BET =
Betaproteobacteria, GAM=Gammaproteobacteria, BACT= Bacteroidetes,
ACT =Actinobacteria, FIR = Firmicutes).
doi:10.1371/journal.pone.0083365.g007
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P,0.05). However, phosphatase exhibited less activity after 6 to
14 days of rewetting compared with the initial activity (t-test,
P,0.05; Fig. 11, Tables S7).
The probabilities for sustaining multiple extracellular enzymatic
functions remained at levels similar to the desiccated sediment
throughout the first hours of rewetting (Fig. 12) for both threshold
values (25% and 50%). With the 25% threshold, a short decrease
appeared after 24 h (P,0.05), reflecting decreased phosphatase
activity. However, multiple enzymatic functions nearly recovered
completely after 48 h, maintaining at least 0.8 probability until the
end of the experiment after 2 weeks. With the 50% threshold
value, this level had been achieved later, showing significance
(P,0.001) at 10 days after the initiation of rewetting (Fig. 12). The
total recovery of enzymatic community functionality was not
achieved because phosphatase activity decreased a few hours after
rewetting (Fig. 12, Tables S7).
The PCA biplot of EEAs (active variables) and the bacterial
community structure (supplementary variables) confirmed the
differences in EEA development during rewetting described for
phosphatases compared with all other enzymes (Fig. 13). Axis 1
explains 93% of the variance for the enzyme data (eigenvalue 4.7),
whereas axis 2 explained only 6% (eigenvalue 0.3) of the variance.
Considerable relationships with EEAs (except with phosphatase
activity) can be observed for the total number of bacteria and to a
lesser degree for Betaproteobacteria, with an opposite relationship
observed for Actinobacteria. All other bacterial groups exhibited low
loadings on axis 1 (Alpha-, Gammaproteobacteria, Bacteroidetes,
Figure 9. Comparison of bacterial community composition in
rewetted Breitenbach sediment after artificial desiccation via
cluster analysis. The dendrogram was prepared as described in Fig. 4.
S= sediment perfusedwith unaffected Breitenbach streamwater containing
the natural microbial community, F= sediments perfused with filtered and
boiled stream water containing no microorganisms. The numbers indicate
the days of rewetting and small letters indicate the replicates.
doi:10.1371/journal.pone.0083365.g009
Figure 8. Development of bacterial community composition in
desiccated Breitenbach sediment during rewetting. The relative
abundances of different taxonomic groups are given upon rewetting
(A) with untreated stream water containing the natural community of
microorganisms and (B) with sterile (filtered and boiled) stream water.
Means (n = 4) before and after 1, 2, 3, 6, 10 and 14 days of rewetting are
given. For abbreviations see Fig. 2.
doi:10.1371/journal.pone.0083365.g008
Figure 10. Comparison of bacterial community composition in
rewetted Breitenbach sediment after artificial desiccation via
correspondence analysis. The analysis is based on TGGE band
patterns prepared with 16S rRNA gene fragments. Axes 1 and 2 explain
23 and 16% of the variance in bacterial community composition,
respectively. The filled black boxes symbolize sediments perfused with
unaffected Breitenbach stream water containing the natural microbial
community (S), and the open red diamonds indicate sediments
perfused with filtered and boiled stream water containing no
microorganisms (F). The numbers indicate the days of rewetting, and
the small letters denote the replicates.
doi:10.1371/journal.pone.0083365.g010
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Firmicutes) but mostly high loadings on the less important axis 2
(Alpha-, Gammaproteobacteria, Bacteroidetes).
Discussion
Desiccation
The rapid decrease of moisture was similar to microcosm
experiments with Mediterranean stream sediment desiccated at
18uC [35]. In temperate Central European streams, desiccation
occurs slower and less drastically than in Mediterranean streams,
although fast and intense desiccation has already occurred under
specific local conditions and occurs more frequently [37,53].
However, the slow desiccation scenario likely simulates most of the
desiccation events occurring in Central Europe.
Variations in hydrology have strong effects on nutrient cycling
processes in stream ecosystems [34,54]. In the present study, the
total nitrogen and nitrate increased during desiccation, consistent
with earlier studies (2004) on Breitenbach sediments [7], where
higher total N concentrations were observed in naturally
desiccated sediment (20 mg N g dw21) than in wet sediment
(4 mg N g dw21) (Marxsen & Zoppini pers. comm.). Similar to the
Breitenbach study (Table 1), in the present study, the concentra-
tion of ammonium declined until the end of the experiment at 18
days, reflecting the stimulation of N-mineralization and nitrifica-
tion [35].
The community composition of stream bacteria is associated
with the carbon source available [55]. The C:N ratio in aquatic
environments increases with high proportions of detritus (30) and
primary producers (20) and decreases with high proportions of
consumers (10) [56], suggesting a high proportion of consumers in
the stream sampled in the present study (Table 1).
The total number of prokaryotes (3.86109 cells mL21; Table 2)
in the wet sediment sampled from the Breitenbach was within the
range typical for this stream [57]. In addition, the composition of
the community determined via CARD-FISH was similar to that
observed in previous studies [29,30,39], showing predominantly
Proteobacteria and smaller amounts of Bacteroidetes and the Gram-
positive phyla Firmicutes and Actinobacteria (Fig. 2, Table 2).
Consistent with studies from Mediterranean streams [5], the
Figure 11. Activities of extracellular enzymes in rewetted Breitenbach sediment after artificial desiccation. Activities were determined
at the onset of rewetting and after 1 h, 1, 2, 3, 6, 10 and 14 days of rewetting with sterilized stream water. Mean values and standard deviations are
given (n = 4). Detailed data are presented in Table S6.
doi:10.1371/journal.pone.0083365.g011
Figure 12. Probabilities for sustaining extracellular enzymatic
functions during the process of rewetting artificially desiccat-
ed sediment. Threshold levels of 50% and 25% of the initial activity in
unaffected sediments are used. The probabilities were calculated from
single measurements for 5 enzymes (n = 15).
doi:10.1371/journal.pone.0083365.g012
Figure 13. PCA biplot of extracellular enzyme activities and
bacterial abundance in rewetted Breitenbach sediment after
desiccation. Axes 1 and 2 explain 92% and 5% of the variance in
enzyme activity, respectively. For further explanations cf. Fig. 7.
doi:10.1371/journal.pone.0083365.g013
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abundance of prokaryotes in desiccating Breitenbach sediments
was decreased in all treatments after 2 weeks. After 4 weeks of
artificial drought, the abundances recovered, accompanied by the
development of higher abundances of Alphaproteobacteria, Actinobac-
teria and Firmicutes (Fig. 2, Table 2). This trend was more distinct
with the intermediate and slow drought scenarios. Gram-positive
bacteria are more resistant to low water content [23,31] and thus
have an advantage over Gram-negative bacteria during drought
events. These three groups are usually predominant in soil
communities [58], suggesting that the bacterial community
composition tended towards the development of soil community
structures after this short time interval of desiccation. Alphaproteo-
bacteria are predominantly found in C-poor stream and soil
ecosystems [55,58], suggesting that environmental conditions in
desiccating stream sediments also change with the low availability
of carbon.
The CARD-FISH approach used in the present study for the
analysis of bacterial community composition only detects changes
between larger taxonomic groups. However, the TGGE analysis
compares the development of community composition on the basis
of OTUs used as surrogates for bacterial species. This fingerprint
approach detects changes at the species level occurring at a DNA
content of 0.1 to 1% [59], although this approach also presents
several potential biases (e.g., [60,61]). TGGE band patterns were
evaluated via cluster and correspondence analyses. Both ap-
proaches confirmed the principal trends observed with the
evaluation of the CARD-FISH data from the desiccation
experiment. With increasing desiccation, bacterial communities
became more and more different from the initial composition in
wet sediments (Figs. 3 and 4). However, detailed analysis of TGGE
band patterns demonstrated that the bacterial community did not
change as fast in the slow desiccation scenario as in the more
intense desiccated sediments of the other scenarios (Figs. 3 and 4).
Prokaryotes are important organisms for utilizing organic
matter in small streams and transferring organic matter to higher
trophic levels [12]. These organisms produce extracellular
enzymes of special importance in the first step of macromolecular
organic matter utilization and are of great importance in the food
web and for nutrient regeneration [15]. Although extracellular
enzymes are generally considered short-lived, a few studies have
demonstrated that these molecules might persist during phases of
dryness, e.g., in desiccated stream sediments [7,37], aquatic
biofilms [19,62] and soil (e.g., [63]).
In the present study, we confirmed the general trend [7,37] of
decreasing potential extracellular enzyme activity in desiccating
streambed sediments (Figs. 5 and 6). The evaluation of the results
through the determination of multiple enzyme functions suggests
that enzyme inactivation achieved a stable level after 4 to 8 weeks
of desiccation and did not proceed until 13 weeks (Fig. 6).
However, if desiccation occurs slowly, the process of enzyme
inactivation occurs more slowly but continuously (Fig. 6).
Distinct differences between different enzymes are obvious.
Aminopeptidases were most affected. These enzymes exhibited the
fastest decrease and the lowest final activity (Fig. 5E). Enzymes
involved in the degradation of polymeric carbohydrates (alpha-,
beta-glucosidases, beta-xylosidases) were less affected. The activity
of beta-glucosidases and beta-xylosidases slowly decreased below
their initial activity potential in wet sediments (Fig. 5B, C), whereas
the activity of alpha-glucosidase, which is involved in the
decomposition of starch [30], decreased somewhat faster
(Fig. 5A). No clear trend was detected for phosphatases, which
exhibited irregular fluctuations. However, phosphatases have been
shown to be more stable during drought periods in soil, as a
previous study reported that 65% of indigenous enzyme activity
was maintained after 7 weeks of soil storage at 22uC [63].
The analysis of the concordant developments between EEAs
and bacterial community structure via CARD-FISH showed the
closest relationships between aminopeptidase with Betaproteobacteria
and Bacteroidetes (Fig. 7). Both taxa are not far from alpha- and
beta-glucosidases in the biplot graphic and are also related to beta-
xylosidase and phosphatase (axis 1 explains 75% of variance). In
contrast, Actinobacteria exhibited inverse relationships with enzyme
activity compared with these groups, which is also less distinctly
true for Alphaproteobacteria. Thus, this analysis confirms the
observation that during desiccation, the abundances of Betaproteo-
bacteria and Bacteroidetes decreased, whereas those of Actinobacteria
and Alphaproteobacteria increased, and the EEA decreased, partic-
ularly the aminopeptidase activity. However, no further relation-
ship could be established between the abundances of bacterial
groups, preferential enzyme activities and/or the velocity of
drying. Surprisingly, the total number of bacteria exhibited an
opposite development to EEA. However, the method used in the
present study captures active and potentially active bacteria
(including those from expanding taxa) and dormant and dead cells,
whereas with the CARD-FISH approach only active and
potentially active cells are covered [64].
Rewetting
The number of bacteria in the desiccated sediment used for
rewetting (4.16109 cells mL21) was close to the initial value in the
wet sediment (Tables 3 and S6). After rewetting, the number of
bacteria fluctuated around this size. A significant increase in the
number of prokaryotes to 10.7 and 7.56109 cells mL21,
respectively, was observed after 10 and 14 days of rewetting with
cell-containing water. This suggests that cell-containing water
enhances the development of the bacterial community. The
composition of the bacterial community developed towards the
initial structure but did not entirely recover to the structure
observed in the aquatic sediments using both types of water (Fig. 8,
Table 3); Alphaproteobacteria remained at predominant proportions
and Bacteroidetes showed lower proportions even after 14 days of
rewetting. During the experimental rewetting of desiccated
sediment from a Mediterranean stream [32], the bacterial
community structure remained dominated by Alphaproteobacteria.
We observed a similar community structure, with Alphaproteobacteria
representing 30% (rewetting with original stream water) and 25%
(sterile stream water) of the community after 14 days of rewetting.
During the first 3 days of recovery with water containing bacterial
cells, Betaproteobacteria became more abundant, consistent with the
high abundance of these bacteria in Breitenbach stream water
[29]. However, the complete recovery of the bacterial community
structure in desiccated temperate streambed sediments to a typical
aquatic community likely requires more than 14 days of rewetting.
Thus, after multiple desiccation events per year or after long dry
seasons, the community might undergo a permanent change in the
composition, resulting possibly in functional changes, too [7].
The analysis of the TGGE band patterns from the rewetting
experiment showed somewhat different results compared with the
CARD-FISH data evaluation. No clear trend in the community
changes was observed within the first days of rewetting. However,
the communities clearly deviated from the initial structure (at
beginning of rewetting) after 10 and 14 days (Figs. 9 and 10).
Markedly different community structures also developed whether
rewetting occurred with sterile stream water or with water
containing the natural bacterial community. Thus, the source of
water influences the bacterial community composition in desic-
cated streambed sediments at least within the first 2 weeks of
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rewetting. The natural rewetting conditions of streams, such as the
Breitenbach, are influenced by specific weather and hydrologic
situations. For example, rain water enters the stream as overland
flow, interflow, or as groundwater entering the stream by diffuse
perfusion through the streambed following an increase of the
groundwater table in the catchment [65].
The enzyme activities, measured immediately after rewetting
using the perfused core system, were similar to the values achieved
when the activities were determined using the suspension
approach at the final step of sediment desiccation after 13 weeks
(Figs. 5 and 11). The activity levels remained stable for at least 6 h
after initiating rewetting (data not shown). Notably, the activity
values achieved for dry sediments are potential activities (measured
at substrate saturation concentration) assessed immediately after
rewetting of sediments. Thus, the coincidence between the two
series of measurements was not surprising. We also recognized that
the real enzyme activity in dry sediments under actual environ-
mental conditions (more or less dry situation) cannot be
determined because of fundamental methodological limitations
[37].
Initial enzyme activities in wet sediments were achieved for all
enzymes after 6 to 10 days of rewetting, except for phosphatase
(Fig. 11, Table S7, cf. Fig. 12). For aminopeptidase, the initial
activity level in wet sediment was achieved even more rapidly
(after 6 days) and further increased more than for the polymeric
carbohydrate-degrading enzymes. For these enzymes, the initial
levels in unaffected sediments were reached after 10 days and
remained stable until the end of the experiment after 14 days
(Fig. 11, Table S7).
The development of activity was distinctly different for
phosphatase, an enzyme involved in nutrient remobilization
(Fig. 11, Table S7). Consistent with previous observations [7],
the phosphatase activity started at a high level upon rewetting,
similar to the levels measured in unaffected sediment (Fig. 5D),
and subsequently decreased after a few days of rewetting to values
below those in non-desiccated sediment. Several processes make
unbound phosphorus much more available in sediments upon
rewetting [33], and consequently, the production of phosphatases
is less necessary [7]. These processes include the increased
mineralization of cytoplasmic solutes following the death of
organisms during the drying process [66,67] and the rupture of
cells and excretion of osmolytes at initial phases of rewetting
[23,31,68]. When considering the special circumstances for
phosphatases, the ecosystem functionality with respect to extra-
cellular enzyme activity can generally be considered restored after
10 to 14 days of rewetting (Fig. 12).
The findings from the PCA analysis on the concurrent
developments between enzyme activities and the abundances of
total bacterial cells and different taxonomic groups (Fig. 13) were
different than those obtained for drying. It confirms the different
evaluation of phosphatase compared with all other enzymes on the
development of this enzyme upon rewetting. The close relation-
ships between the total number of bacteria determined via SYBR
Green staining and enzyme activities (except with phosphatase)
confirmed the coincidence of increasing bacterial abundance and
increasing EEA. However, increasing EEA could not be assigned
to increasing cell numbers for specific taxonomic groups, except
with some reservation for Betaproteobacteria and a small trend
observed for Alpha- and Gammaproteobacteria. However, the phylum
of Bacteroidetes did not show any relationship to enzyme activities
during rewetting, although Bacteroidetes are a relevant group in
streambed sediments [30], considerable numbers of these bacteria
were observed in the initial wet sediment and they simultaneously
decreased with decreasing EEA during desiccation. Actinobacteria
exhibited an opposite trend compared with enzyme activities
(except phosphatase activity). However, we cannot conclude that
these bacteria are unable to produce extracellular enzymes but
rather that the environmental conditions in streambed sediments
are less favorable for their growth.
Thus, it is reasonable to speculate that important bacteria for
the production of extracellular enzymes involved in the degrada-
tion of polymeric compounds occur particularly within Betaproteo-
bacteria. Nevertheless, organisms exhibiting such functions are also
common among Bacteroidetes. However, this group was not
recovered after 2 weeks of rewetting, and it is unknown how long
it might take for the restoration of typical amounts of these
bacteria within the sediment community.
Conclusions and Perspectives
The results obtained from the present study on the experimental
drying and rewetting of streambed sediment from the Breitenbach
suggest that in typical temperate Central European streams, the
microbial community is not resistant [69] against disturbance
through desiccation occurring for 13 weeks, but uncertainties
remain with respect to the resilience of these communities.
During desiccation, the bacterial community composition
distinctly shifted toward the composition typical for soils,
exhibiting increased proportions of Actinobacteria and Alphaproteo-
bacteria but decreased proportions of Bacteroidetes and Betaproteobac-
teria. This shift is accompanied by decreasing potential activities of
extracellular enzymes, most pronounced with aminopeptidases
and less pronounced with enzymes involved with the degradation
of polymeric carbohydrates. Upon rewetting, the general ecosys-
tem functioning with respect to extracellular enzyme activity is
recovered within 10 to 14 days. However, the bacterial community
composition does not reach the original composition observed in
unaffected sediments after this time, suggesting a lack of resilience
in the short term (2 weeks), but functional redundancy of the
community [69] with respect to EEA. The current data are limited
in determining how much time is needed to achieve the initial
natural structure. Nevertheless, it remains unknown whether the
community completely recovers or undergoes a permanent change
if desiccation events occur more often, more regularly, for longer
times and/or at higher temperatures. For example, there is
potential for the permanent loss of Gram-negative bacteria, which
are more susceptible to osmotic stress when exposed to drying and
rewetting [31]. Thus, it is reasonable to speculate that this loss
might be followed by the loss of the specialized (‘‘narrow’’ sensu
Schimel [70]) functions of specific groups of Gram-negative
bacteria [31,71].
Supporting Information
Table S1 Oligonucleotide probes used for bacterial community
analysis via CARD-FISH.
(PDF)
Table S2 Sediment chemical characteristics: ranges.
(PDF)
Table S3 Abundances of prokaryotes in experimentally desic-
cated Breitenbach streambed sediments: ranges.
(PDF)
Table S4 Significant differences between the abundances of
investigated prokaryotic groups with respect to desiccation time
(weeks) and treatment (fast, intermediate and slow desiccation).
(PDF)
Drying and Rewetting Effects in Streambed Sediment
PLOS ONE | www.plosone.org 12 December 2013 | Volume 8 | Issue 12 | e83365
Table S5 Significant differences between extracellular enzyme
activities with respect to desiccation time (weeks) and treatment
(fast, intermediate and slow desiccation).
(PDF)
Table S6 Abundances of prokaryotes in Breitenbach streambed
sediments experimentally rewetted after 13 weeks of desiccation:
ranges.
(PDF)
Table S7 Extracellular enzyme activities in Breitenbach stream-
bed sediments experimentally rewetted for 2 weeks after 13 weeks
of desiccation.
(PDF)
Acknowledgments
The authors would like to thank Janine Groh, Jonas Jourdan, Hiltrud
Engels, Elke Mu¨ller, Elke Schneidenwind and Ferula Unger for assistance
with the experiments. The authors would also like to thank Dr. Klemens
Ekschmitt for assistance with the statistical analyses and Dr. Thomas
Horvath, University of Koblenz-Landau, Landau, Germany, for improving
the English text.
Author Contributions
Conceived and designed the experiments: EP JM. Performed the
experiments: EP AOF JM. Analyzed the data: EP AOF JM. Contributed
reagents/materials/analysis tools: EP JM. Wrote the paper: EP JM.
References
1. Labat D, Godderis Y, Probst JL, Guyot JL (2004) Evidence for global runoff
increase related to climate warming. Advances in Water Resources 27: 631–642.
2. Sutherland WJ, Bailey MJ, Bainbridge IP, Brereton T, Dick JTA, et al. (2008)
Future novel threats and opportunities facing UK biodiversity identified by
horizon scanning. Journal of Applied Ecology 45: 821–833.
3. Arnell NW (1998) Climate change and water resources in Britain. Climatic
Change 39: 83–110.
4. Zoppini A, Amalfitano S, Fazi S, Puddu A (2010) Dynamics of a benthic
microbial community in a riverine environment subject to hydrological
fluctuations (Mulargia River, Italy). Hydrobiologia 657: 37–51.
5. Amalfitano S, Fazi S, Zoppini A, Caracciolo AB, Grenni P, et al. (2008)
Responses of benthic bacteria to experimental drying in sediments from
Mediterranean temporary rivers. Microbial Ecology 55: 270–279.
6. Ylla I, Sanpera-Calbet I, Munoz I, Romanı´ AM, Sabater S (2011) Organic
matter characteristics in a Mediterranean stream through amino acid
composition: changes driven by intermittency. Aquatic Sciences 73: 523–535.
7. Marxsen J, Zoppini A, Wilczek S (2010) Microbial communities in streambed
sediments recovering from desiccation. FEMS Microbiology Ecology 71: 374–
386.
8. Krysanova V, Vetter T, Hattermann FF (2008) Detection of change in the
drought frequency in the Elbe basin: comparison of three methods. Hydrological
Sciences Journal 53: 519–537. doi:10.1623/hysj.53.3.519.
9. Sabater S (2008) Alterations of the global water cycle and their effects on river
structure, function and services. Freshwater Reviews 1: 75–88.
10. HLUG - Hessisches Landesamt fu¨r Umwelt und Geologie (2012) Klimawandel
und seine Folgen in Hessen – Forschungsergebnisse von INKLIM 2012 Baustein
II -. Available: http://klimawandel.hlug.de/fileadmin/dokumente/klima/
inklim_plus/inklim_plus_informationsblatt.pdf. Accessed: 2012-06-12. (Ar-
chived by WebCiteH at http://www.webcitation.org/68MbNCy12).
11. Prudhomme C, Young A, Watts G, Haxton T, Crooks S, et al. (2012) The
drying up of Britain? A national estimate of changes in seasonal river flows from
11 Regional Climate Model simulations. Hydrological Processes 26: 1115–1118.
12. Marxsen J (2006) Bacterial production in the carbon flow of a central European
stream, the Breitenbach. Freshwater Biology 51: 1838–1861.
13. Schlief J, Mutz M (2011) Leaf decay processes during and after a supra-seasonal
hydrological drought in a temperate lowland stream. International Review of
Hydrobiology 96: 633–655.
14. Dahm CN, Baker MA, Moore DI, Thibault JR (2003) Coupled biogeochemical
and hydrological responses of streams and rivers to drought. Freshwater Biology
48: 1219–1231.
15. Marxsen J, Fiebig DM (1993) Use of perfused cores for evaluating extracellular
enzyme-activity in stream-bed sediments. FEMS Microbiology Ecology 13: 1–
11.
16. Toberman H, Freeman C, Evans C, Fenner N, Artz RRE (2008) Summer
drought decreases soil fungal diversity and associated phenol oxidase activity in
upland Calluna heathland soil. FEMS Microbiology Ecology 66: 426–436.
17. Zoppini A, Marxsen J (2010) Importance of extracellular enzymes for
biogeochemical processes in temporary river sediments during fluctuating dry-
wet conditions. In: Shukla G, Varma A, editors. Soil Enzymology, Soil Biology
22. Berlin Heidelberg: Springer-Verlag. 103–118. doi:10.1007/978-3-642-
14225-3_6.
18. Freeman C, Gresswell R, Guasch H, Hudson J, Lock MA, et al. (1994) The role
of drought in the impact of climatic-change on the microbiota of peatland
streams. Freshwater Biology 32: 223–230.
19. Romanı´ AM, Sabater S (1997) Metabolism recovery of a stromatolitic biofilm
after drought in a Mediterranean stream. Archiv fu¨r Hydrobiologie 140: 261–
271.
20. Robson BJ, Matthews TG, Lind PR, Thomas NA (2008) Pathways for algal
recolonization in seasonally-flowing streams. Freshwater Biology 53: 2385–2401.
21. Mosisch TD (2001) Effects of desiccation on stream epilithic algae. New Zealand
Journal of Marine and Freshwater Research 35: 173–179.
22. Ledger ME, Hildrew AG (2001) Recolonization by the benthos of an acid stream
following a drought. Archiv fu¨r Hydrobiologie 152: 1–17.
23. Fierer N, Schimel JP, Holden PA (2003) Influence of drying-rewetting frequency
on soil bacterial community structure. Microbial Ecology 45: 63–71.
24. Rees GN, Watson GO, Baldwin DS, Mitchell AM (2006) Variability in sediment
microbial communities in a semipermanent stream: impact of drought. Journal
of the North American Benthological Society 25: 370–378.
25. McClain ME, Boyer EW, Dent CL, Gergel SE, Grimm NB, et al. (2003)
Biogeochemical hot spots and hot moments at the interface of terrestrial and
aquatic ecosystems. Ecosystems 6: 301–312.
26. Frossard A, Gerull L, Mutz M, Gessner MO (2011) Disconnect of microbial
structure and function: enzyme activities and bacterial communities in nascent
stream corridors. ISME Journal 6: 680–691.
27. Manz W, Wendt-Poohoff K, Neu TR, Szewzyk U, Lawrence JR (1999)
Phylogenetic composition, spatial structure, and dynamics of lotic bacterial
biofilms investigated by fluorescent in situ hybradization and confocal laser
scanning microscopy. Microbial Ecology 37: 155–137.
28. Gao XQ, Olapade OA, Leff LG (2005) Comparison of benthic bacterial
community composition in nine streams. Aquatic Microbial Ecology 40: 51–60.
29. Beier S, Witzel KP, Marxsen J (2008) Bacterial community composition in
central European running waters examined by temperature gradient gel
electrophoresis and sequence analysis of 16S rRNA genes. Applied and
Environmental Microbiology 74: 188–199.
30. Marxsen J (2011) Bacteria and fungi. In: Wagner R, Marxsen J, Zwick P, Cox
EJ, editors. Central European stream ecosystems. The long term study of the
Breitenbach. Weinheim: Wiley-VCH. 131–194.
31. Schimel J, Balser TC, Wallenstein M (2007) Microbial stress-response physiology
and its implications for ecosystem function. Ecology 88: 1386–1394.
32. Fazi S, Amalfitano S, Piccini C, Zoppini A, Puddu A, et al. (2008) Colonization
of overlaying water by bacteria from dry river sediments. Environmental
Microbiology 10: 2760–2772.
33. Baldwin DS, Mitchell AM (2000) The effects of drying and re-flooding on the
sediment and soil nutrient dynamics of lowland river-floodplain systems: A
synthesis. Regulated Rivers-Research & Management 16: 457–467.
34. Austin BJ, Strauss EA (2011) Nitrification and denitrification response to varying
periods of desiccation and inundation in a western Kansas stream. Hydro-
biologia 658: 183–195.
35. Gomez R, Arce MI, Sanchez JJ, Sanchez-Montoya MD (2012) The effects of
drying on sediment nitrogen content in a Mediterranean intermittent stream: a
microcosms study. Hydrobiologia 679: 43–59.
36. Wagner R, Marxsen J, Zwick P, Cox EJ, editors (2011) Central European stream
ecosystems. The long term study of the Breitenbach. Weinheim: Wiley-VCH.
694 p.
37. Pohlon E, Ma¨tzig C, Marxsen J (2013) Desiccation affects bacterial community
structure and function in temperate stream sediments. Fundamental and Applied
Limnology 182: 123–134.
38. Marxsen J, Schmidt HH, Fiebig DM (1997) Organic matter dynamics in the
Breitenbach, Germany. Journal of the North American Benthological Society
16: 28–32.
39. Marxsen J, Wagner R, Schmidt HH (2011) The Breitenbach and its catchment.
In: Wagner R, Marxsen J, Zwick P, Cox EJ, editors. Central European Stream
Ecosystems The Long Term Study of the Breitenbach Weinheim: Wiley-VCH.
pp. 5–19.
40. Marxsen J (1980) Investigations on the ecology of suspended bacteria in small
streams. I. Chemical parameters, primary production, fixation of CO2 in
darkness and input of particulate organic matter. Archiv fu¨r Hydrobiologie/
Supplement 57: 461–533.
41. Marxsen J, Schmidt HH (1993) Extracellular phosphatase-activity in sediments
of the Breitenbach, a Central-European mountain stream. Hydrobiologia 253:
207–216.
42. Marxsen J (1996) Measurement of bacterial production in stream-bed sediments
via leucine incorporation. FEMS Microbiology Ecology 21: 313–325.
43. Fiebig DM (1997) Microbiological turnover of amino acids immobilized from
groundwater discharged through hyporrheic sediments. Limnology and
Oceanography 42: 763–768.
Drying and Rewetting Effects in Streambed Sediment
PLOS ONE | www.plosone.org 13 December 2013 | Volume 8 | Issue 12 | e83365
44. NORM DIN ISO 13878 (1998) Soil quality - Determination of organic and total
carbon after dry combustion (elementary analysis).
45. NORM DIN ISO10694 (1996) Soil quality - Determination of total nitrogen
after dry combustion (elementary analysis).
46. VDLUFA (1991) Die Untersuchung von Bo¨den. Darmstadt.
47. Buesing N, Marxsen J (2005) Theoretical and empirical conversion factors for
determining bacterial production in freshwater sediments via leucine incorpo-
ration. Limnology and Oceanography-Methods 3: 101–107.
48. Pernthaler A, Pernthaler J, Amann R (2004) Sensitive multi- color fluorescence
in situ hybridisation for the identification of environmental microorganisms.
Molecular Microbial Ecology Manual, Second Edition 3.11: 711–726.
49. Fromin N, Pinay G, Montuelle B, Landais D, Ourcival JM, et al. (2010) Impact
of seasonal sediment desiccation and rewetting on microbial processes involved
in greenhouse gas emissions. Ecohydrology 3: 339–348.
50. Marxsen J, Witzel KP (1991) Significance of extracellular enzymes of organic
matter degradation and nutrient regeneration in small streams. In: Chrost RJ,
editor. Microbial enzymes in aquatic environments: Springer-Verlag. 270–285.
51. Hoppe HG (1983) Significance of exoenzymatic activities in the ecology of
brackish water: measurements by means of methylumbelliferyl-substrates.
Marine Ecology Progress Series 11: 299–308.
52. Peter H, Ylla I, Gudasz C, Romanı´ AM, Sabater S, et al. (2011) Multi-
functionality and diversity in bacterial biofilms. PLoS ONE 6(8): e23225.
doi:10.1371/journal.pone.0023225.
53. Lehner B, Do¨ll P, Alcamo J, Henrichs T, Kaspar F (2006) Estimating the impact
of global change on flood and drought risks in Europe: a continental, integrated
analysis. Climatic Change 75: 273–299.
54. Lake PS (2003) Ecological effects of perturbation by drought in flowing waters.
Freshwater Biology 48: 1161–1172.
55. Kirchman DL (2002) The ecology of Cytophaga-Flavobacteria in aquatic
environments. FEMS Microbiology Ecology 39: 91–100.
56. Dodds WK, Marti E, Tank JL, Pontius J, Hamilton SK, et al. (2004) Carbon and
nitrogen stoichiometry and nitrogen cycling rates in streams. Oecologia 140:
458–467.
57. Marxsen J (2001) Bacterial production in different streambed habitats of an
upland stream:sandy versus coarse gravelly sediments. Archiv fu¨r Hydrobiologie
152: 543–565.
58. Fierer N, Bradford MA, Jackson RB (2007) Toward an ecological classification
of soil bacteria. Ecology 88: 1354–1364.
59. Muyzer G, Dewaal EC, Uitterlinden AG (1993) Profiling of complex microbial-
populations by denaturing gradient gel-electrophoresis analysis of polymerase
chain reaction-amplified genes-coding for 16s ribosomal-RNA. Applied and
Environmental Microbiology 59: 695–700.
60. Polz MF, Cavanaugh CM (1998) Bias in template-to-product ratios in
multitemplate PCR. Applied and Environmental Microbiology 64: 3724–3730.
61. Sipos R, Szekely AJ, Palatinszky M, Revesz S, Marialigeti K, et al. (2007) Effect
of primer mismatch, annealing temperature and PCR cycle number on 16S
rRNA gene-targetting bacterial community analysis. FEMS Microbiology
Ecology 60: 341–350.
62. Sirova D, Vrba J, Rejmankova E (2006) Extracellular enzyme activities in
benthic cyanobacterial mats: comparison between nutrient-enriched and control
sites in marshes of northern Belize. Aquatic Microbial Ecology 44: 11–20.
63. Perez-Mateos M, Busto MD, Rad JC (1991) Stability and properties of alkaline
phosphatase immobilized by a rendzina soil. Journal of the Science of Food and
Agriculture 55: 229–240.
64. Blagodatskaya E, Kuzyakov Y (2013) Active microorganisms in soil: Critical
review of estimation criteria and approaches. Soil Biology & Biochemistry 67:
192–211. doi:10.1016/j.soilbio.2013.08.024.
65. Fiebig DM (1995) Groundwater Discharge and Its Contribution of Dissolved
Organic-Carbon to an Upland Stream. Archiv fu¨r Hydrobiologie 134: 129–155.
66. Fierer N, Schimel JP (2003) A proposed mechanism for the pulse in carbon
dioxide production commonly observed following the rapid rewetting of a dry
soil. Soil Science Society of America Journal 67: 798–805.
67. Bardgett RD, Freeman C, Ostle NJ (2008) Microbial contributions to climate
change through carbon cycle feedbacks. ISME Journal 2: 805–814.
68. Halverson LJ, Jones TM, Firestone MK (2000) Release of intracellular solutes by
four soil bacteria exposed to dilution stress. Soil Science Society of America
Journal 64: 1630–1637.
69. Allison SD, Martiny JBH (2008) Resistance, resilience, and redundancy in
microbial communities. Proceedings of the National Academy of Sciences of the
United States of America 105: 11512–11519.
70. Schimel J (1995) Ecosystem consequences of microbial diversity and community
structure. In: Chapin FS, Koerner C (editors) Arctic and alpine biodiversity:
Patterns, causes and ecosystem consequences. Berlin: Springer. pp. 239–254.
71. Pesaro M, Nicollier G, Zeyer J, Widmer F (2004) Impact of soil drying-rewetting
stress microbial communities and activities and on degradation of two crop
protection products. Applied and Environmental Microbiology 70: 2577–2587.
Drying and Rewetting Effects in Streambed Sediment
PLOS ONE | www.plosone.org 14 December 2013 | Volume 8 | Issue 12 | e83365
